Table of Contents

Figures
Content Page
S1
Analysis of the MS-MS spectra of Seq.2. Theoretical MW: 1577.8 3
S2
Analysis of the MS-MS spectra of Seq.1. Theoretical MW: 1298.5 4
S3
Chromatographic profile of the three synthetic peptides 5 Table  Content Page S1 Table S1 . Alignment of the ion with m / z: 1298.72 with the amino acid sequences of the six ocellatins reported from L. latrans Figure S1 . Analysis of the MS-MS spectra of Seq.2. Theoretical MW: 1577.8 
Alignment using the UniProt database (Universal Protein Resource 2011, http://www.uniprot.org/). Nr: Number of amino acid residues.
